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为复杂的调控平台。本文尝试对近年来真核生物基因转录延伸领域的研究进展，包括转录延伸与 m R N A 加工的偶
联、基因转录延伸调控的分子机理以及转录延伸调控对发育和应激反应产生的影响，作概括性的综述。
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1.  真核基因转录延伸与mRNA 成熟加工紧密偶联
由于对基因转录延伸期研究的忽视，以往人们





script elongation complex, eTEC)，并进行早期转录延
伸。但在新生RNA 延伸至20~30 nt 时，DSIF(DRB-
sensitivity inducing factor)和NELF(negative elongation
factor)协同将eTEC阻滞于靠近启动子区的模板上，
以便提供充足的时间为新生的RNA链5'-端加帽。此




elongation factor β, P-TEFβ)被募集上来。它先分别磷
酸化DSIF的 Spt5亚基和NELF的 RD亚基，执行解抑
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图1 RNA Pol II调控的真核基因转录模式图
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● Mini Review
Highlights on eukaryotic transcription elongation
Nan-Ping AI  Rui-Chuan CHEN  Min LIU
(Key Laboratory of the Ministry of Education for Cell Biology and Tumor Cell Engineering, School of Life Sciences,
Xiamen University, Xiamen 361005, China)
Abstract        For many years, elongation stage of eukaryotic transcription has been thought of as repetitive, unregulated pre-
mRNA synthesizing step. In addition, the maturation of pre-mRNA has been considered as a post-transcriptional step separable
from the transcription process. Only until recently, it has become increasingly clear that the elongation stage of eukaryotic
transcription is a highly regulated process that is capable of not only generating full-length RNA transcripts but also coupling
transcription with pre-mRNA maturation. Here, we try to summarize the recent progress in studies focusing on elongation stage
of eukaryotic transcription, including the coupling mechanisms of elongation with pre-mRNA maturation and the intrinsic links
of general transcription to the regulation of cell proliferation and differentiation.
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